ABSTRACT Canine brucellosis is a major underestimated zoonosis that remains endemic in many areas of the world. A recent phylogeographic investigation including 53 Brucella canis field isolates revealed the existence of two major lineages worldwide. Here, we report genome sequencing of 5 representative isolates of different clades identified in this study.
B
rucellosis, caused by species of the Brucella genus, is a major worldwide zoonosis affecting a large host range, from cattle to humans (1) . Brucella is a genus in constant evolution with a large number of species (2) (3) (4) . Brucella canis, responsible for canine brucellosis, is usually isolated from dogs, and it can occasionally cause infection in humans (1) . Canine brucellosis is probably neglected in animals and humans. Recently, we reported a comparative phylogeographic investigation of 53 B. canis field strains, mainly isolated from Brazil, where the disease remains endemic (5) . Worldwide strains were subdivided into two main lineages and into different subclades.
Here, we report genome sequences of 5 representative strains of the B. canis phylogeny, which were isolated from dogs; 2 strains were isolated from Europe and 3 from Brazil (Table 1) . Genomic DNA was extracted using the High Pure PCR template prep kit (Roche Diagnostics, France) according to the manufacturer's instructions. Libraries were prepared with the Nextera XT sample prep kit (Illumina, Inc.). Wholegenome sequencing was performed on a MiSeq (Illumina, Inc.) platform with 250-bp paired-end reads. Raw reads were checked for quality by FastQC v0.11.5 and trimmed using Trimmomatic 0.36 (phred, 33; minimum length, 50 bp). De novo assembly was performed using SPAdes 3.7.1 (iterative k-mer values of 55, 77, 99, and 127). The different assembly values are indicated in Table 1 . Assemblies resulted in genome sizes ranging from 3,255,541 to 3,294,648 bp, with an average GϩC content of 57.27% according to the Brucella genus. The average contig coverage was 41-fold. A consistent automatic annotation was generated by the Rapid Annotation using Subsystem Technology RASTtk at the PATRIC Bioinformatics resource center. An average of 3,306 coding DNA sequences (CDS) were predicted.
The genome sequences of 5 B. canis isolates from South America and Europe reported here are a valuable source of information for studying epidemiology of this underestimated infection.
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